. Neighbour joining trees showing relationship between Wolbachia in B. dorsalis (in bold) to strains in known super groups. Trees were generated from sequences of 16S rRNA (A), fbpA (B), ftsZ (C), gatB (D) and hcpA (E) genes. Sequences of Wolbachia endosymbiont of Brugia malayi are included as out-groups in all the trees and respective super groups are indicated to the right of each tree. The detected Wolbachia are denoted by W followed by the host denoted as dor (B. dorsalis), population (TgTogo, Tzc-Tanzania, Ki-Kitui, Sl-Sri Lanka, Ng-Nguruman and Mu-Muranga) and population sample ID. Bootstrap values are indicated above branches. Branches with bootstrap support lower than 50% are collapsed. Table S1 . Wolbachia MLST and wsp gene allelic profiles. Exact matches to alleles present in the database are shown whereas instances where no exact matches were found are represented as N. Dashes represent the genes for each strain that could not be amplified. GenBank accession numbers for respective sequences are shown in brackets. 
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